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<211> 841 

<212> protein 

<213> Solarium tuberosum 

<223> SSX fused with a histidine-rich amino acid tail 
deducted after expression of SSX in the pET-28a(+) 
expression plasmid 
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<213> Solanum tuberosum 
<220> 

<223> "Forward" promoter required for the point 
mutagenesis of SSX. 
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<223> "Reverse" promoter required for the point 
mutagenesis of SSX. 
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<223> "Forward" promoter required for point mutagenesis 
of SSX. 
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of SSX and production of SS5. 
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<223> "Reverse" promoter required for point mutagenesis 
of SSX and production of SS5. 
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dd CI 


nan 

gag 


at d 


t* t r* 


r" 1~* rr 


r* 3 <T 


rT r"* r" 




aat 


rtt 


act 


cag 


t (7 r* 




rrx t 


ILL 


cat 


ttc 




cac 


act 


gat 


nap, 


age 


ft ft cr 


ttc 


aca 


atg 


rrt rr 

y u y 


ttc 


gac 


d ^ u 


oat 




aca 


gca 


tct 


rrf t 
y t l 


y dy 


aat 


D pi 3 




att 


aat 


tta 


act 


r- 1" a. 
O L d 


a rr rr 

agg 


yya 


agg 


aag 


<r a a 
y da 


ft ft n 

day 


a t f"7 


1" ft t 


t— i— < — 


^ n a 


*-yy 


gag 


etc 


tac 


ra ft 
C d vj 


4- 


yLd 


gca 


aig 


a r+ + 
aCI 


gg u 


cca 


yLL 


sit 


rra t 


cca 


flft T 




ttt 

l_ L. I_ 


acc 


aft 


trn 
Ley 


act 


tgg 


caa 


gtt 


tat 


ggg 


gaa 


ate 


cgt 


cgt 


aag 


atg 


aag 









a rrn 

dgg 


1 092 

X \J 




atr 

due 


X X J> 


ft 1 1 

d L. u 


rift n 
y ay 


117 6 


ft ft rr 

a. d <^ 


rpa 


1218 


yuL 


y l« t 


X C- U V 


apr 


ft tt 


1302 


rf a 
yau 


ft 1 1 
d c v_ 


1344 
j- .j *i 


t rr 


p"ft rf 
^ay 


1386 


ttc 


ate 


1428 


gac 


act 


1470 


cct 




1512 


ccc 


aaa 


1554 


tac 


ttc 


1 596 


cac 


cct 


1638 


na r* 
y ql 


rf a a 
y dd 


IwOU 




ttr 


17?? 


gga 


r-t t 


J. t o *± 




rr-h t 


± O U D 


tec 


aaa 


1 ft A Q 


y dy 


rta 

u La 


18 90 


ft 1 1 


trt 




cga 


1- a r* 




1 1 r» 
ILL 


tar* 


?ni ^ 

^- w X D 




ggt 




gag 


acc 


? i on 


tft t 

wd U 


/*■* a r~ 


? 1 4 ? 


gag 


aaa 


? 1 ft A 


acg 


gat 


2226 


ate 


tac 


2268 


ttc 


tgg 


2310 


cgc 


tat 


2352 


get 


gaa 


2394 
2418 



<210> 12 

<211> 841 

<212> protein 

<213> Solanum tuberosum 

<223> SS5 fused with a histidine-rich amino acid sequence 
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<400> 



Met gly ser ser his his his his his his ser ser gly leu val pro arg gly ser his 
5 10 15 20 

met ala ser met thr gly gly gin gin met gly arg gly ser glu phe met ala glu arg 
25 30 35 40 

val leu thr arg val his ser leu arg glu arg val asp ala thr leu ala ala his arg 
45 50 55 60 

asn glu ile leu leu phe leu ser arg ile glu ser his gly lys gly ile leu lys pro 

65 70 75 80 

his glu leu leu ala glu phe asp ala ile arg gin asp asp lys asn lys leu asn glu 

85 90 95 100 

his ala phe glu glu pro leu lys ser thr gin glu ala ile val leu pro pro trp val 

105 110 115 120 

ala leu ala ile arg leu arg pro gly val trp glu tyr ile arg val asn val asn ala 

125 130 135 140 

leu val val glu glu leu ser val pro glu tyr leu gin phe lys glu glu leu val asp 

145 150 155 160 

gly ala ser asn gly asn phe val leu glu leu asp phe glu pro phe thr ala ser phe 

165 170 175 180 

pro lys pro thr leu thr lys ser ile gly asn gly val glu phe leu asn arg his leu 

185 190 195 200 

ser ala lys met phe his asp lys glu ser met thr pro leu leu glu phe leu arg ala 

205 210 215 220 

his his tyr lys gly lys thr met met leu asn asp arg ile gin asn ser asn thr leu 

225 230 235 240 

gin asn val leu arg lys ala glu glu tyr leu ile met leu ser pro asp thr pro tyr 

245 250 255 260 

phe glu phe glu his lys phe gin glu ile gly leu glu lys gly trp gly asp thr ala 

265 270 275 280 

glu arg val leu glu met val cys met leu leu asp leu leu glu ala pro asp ser cys 

285 290 295 300 

thr leu glu lys phe leu gly arg ile pro met val phe asn val val ile leu ser pro 

305 310 315 320 

his gly tyr phe ala gin glu asn val leu gly tyr pro asp thr gly gly gin val val 

325 330 335 340 

tyr ile leu asp gin val pro ala leu glu arg glu met. leu lys arg ile lys glu gin 

345 350 355 360 

gly leu asp ile ile pro arg ile leu ile val thr arg leu leu pro asp ala val gly 

365 370 375 380 

thr thr cys gly gin arg ile glu lys val tyr gly ala glu his ser his ile leu arg 

385 390 395 400 

val pro phe arg thr glu lys gly ile val arg lys trp ile ser arg phe glu val trp 

405 410 415 420 

pro tyr met glu thr phe ile glu asp val ala lys glu ile ser ala glu leu gin ala 

425 430 435 440 

lys pro asp leu ile ile gly asn tyr ser glu gly asn leu ala ala ser leu leu ala 

445 4S0 . 455 460 

his lys leu gly val thr gin cys thr ile aia his ala leu glu lys thr lys tyr pro 

465 470 475 480 

asp ser asp ile tyr trp lys lys phe asp glu lys tyr his phe ser ser gin phe thr 

485 490 495 500 
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ala asp leu ile ala met asn his thr asp phe ile ile thr ser thr phe gin glu ile 

505 510 515 520 

ala gly ser lys asp thr val gly gin tyr glu ser his met ala phe thr met pro gly 

525 530 535 540 

leu tyr arg val val his gly ile asn val phe asp pro lys phe asn ile val ser pro 

545 550 555 560 

gly ala asp ile asn leu tyx phe ser tyr ser glu thr glu lys arg leu thr ala ser 

565 570 575 580 

his pro glu ile asp glu leu leu tyr ser asp val glu asn asp glu his leu cys val 

585 590 595 600 

leu lys asp arg thr lys pro ile leu phe thr met ala arg leu asp arg val lys asn 

605 610 615 620 

leu thr gly leu val glu trp tyr ala lys asn pro arg leu arg gly leu val asn leu 

625 630 635 640 

val val val gly gly asp arg arg lys glu ser lys asp leu glu glu gin ala glu met 

645 650 655 660 

lys lys met tyr glu leu ile glu thr his asn leu asn gly gin phe arg trp ile ser 

665 670 675 680 

ser gin met asn arg val arg asn gly glu leu tyr arg tyr ile ala asp thr lys gly 

685 690 695 700 

ala phe val gin pro ala phe tyr glu ala phe gly leu thr val val glu ala met thr 

705 710 715 720 

cys gly leu pro thr phe ala thr asn his gly gly pro ala glu ile ile val his gly 

725 730 735 740 

lys ser gly phe his ile asp pro tyr his gly glu gin ala ala asp leu leu ala asp 

745 750 755 760 

phe phe glu lys cys lys arg glu pro ser his trp glu thr ile ser thr asp gly leu 

765 770 775 780 

lys arg ile gin glu lys tyr thr trp gin ile tyr ser glu arg leu leu thr leu ala 

785 790 795 800 

ala val tyr gly phe trp lys his val ser lys leu asp arg leu glu ile arg arg tyr 

805 810 815 820 

leu glu met phe tyr ala leu lys tyr arg lys met ala glu ala val pro leu ala ala 

825 830 835 840 

glu 
841 



